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SEQUENCE LISTING 

<llO> MURDOCH CHILDREN'S RESEARCH INSTITUTE 

<12o\ A METHOD FOR THE PROPHYLAXIS AND/OR TREATMENT OF 
MEDICAL DISORDERS 

<130> 2^88267/EJH 

<14 0> INTERNATIONAL 
<141> 2000-XJ6-21 

<150> 60/1403' 
<151> 1999-06-; 



<160> 24 



<170> Patentlnyer. 

<210> 1 
<211> 1433 
<212> DNA 
<213> synthetic construct 



<400> 1 

attcggggcg 

cctgcccgcc 

ctgccgagag 

ccgctgctgc 

ctgttccgct 

gcgccgcccg 

gtccgggagc 

ggcgtctaca 

ctgcccctgc 



agggaggagg 
cgcccgctcg 
tgggctgccc 
tgctgctact 
gcccgccctg 
ccgcggtggc 
cgggctgcgg 
ccccgcgctg 
aggcgctggt 



aagaagcgga 

ctcgctcgc 

cgcgctgccg 

gggcgcgagt 

cacacccgag 

cgcagtggcc 

ctgctgctcg 

cggccagggg 

catgggcgag 



ggaggcggct 
cgccgcgccg 
^ctgccgccgc 
jcggcggcg 
c^cctggccg 
ggaggcgccc 
gtgtgcgccc 
ctgcgotgct 
ggcacttigtg 



cccgctcgca 
cgctgccgac 
cgccgctgct 
gcggggcgcg 
cctgcgggcc 
gcatgccatg 
ggctggaggg 
atccccaccc 
agaagcgccg 



gggccgtgca 60 
cgccagcatg 120 
gccgctgctg 18 0 
cgcggaggtg 24 0 
cccgccggtt 3 00 
cgcggagctc 3 60 
cgaggcgtgc 42 0 
gggctccgag 4 80 
ggacgccgag 54 0 
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tatggCgcca 


gcccggagca 


ggttgcagac 


aatggcgatg 


accactcaga 


aggaggcctg 


600 


gtggagaacc 


acgtggacag 


caccatgaac 


atgttgggcg 


ggggaggcag 


tgctggccgg 


660 


aagcccctca 


agtcgggtat 


gaaggagctg 


gccgtgttcc 


gggagaaggt 


cactgagcag 


720 


caccggcaga. 


tgggcaaggg 


tggcaagcat 


caccttggcc 


tggaggagcc 


caagaagctg 


780 


cgaccacccc 


\ctgccaggac 


tccctgccaa 


caggaactgg 


accaggtcct 


ggagcggatc 


840 


tccaccatgc 


gVcttccgga 


tgagcggggc 


cctctggagc 


acctctactc 


cctgcacatc 


900 


cccaactgtg 


acaagcatgg 


cctgtacaac 


ctcaaacagt 


gcaagatgtc 


tctgaacggg 


960 


cagcgtgggg 


agt&ctggtg 


tgtgaacccc 


aacaccggga 


agctgatcca 


gggagccccc 


1020 


accatccggg 


gggaacccga 


gtgtcatctc 


ttctacaatg 


agcagcagga 


ggcttgcggg 


1080 


gtgcacaccc 


agcgga^gca 


gtagaccgca 


gccagccggt 


gcctggcgcc 


cctgcccccc 


1140 


gcccctctcc 


aaacaccggc 


agaaaacgga 


gagtgcttgg 


gtggtgggtg 


ctggaggatt 


1200 


ttccagttct 


gacacacgta 


tttatatttg 


gaaagagacc 


agcaccgagc 


tcggcacctc 


1260 


cccggcctct 


ctcttcccaq 


ctgcagatgc 


cacacctgct 


ccttcttgct 


ttccccgggg 


1320 


gaggaagggg 


gttgtggtcg 


Vjggagctggg 


gtacaggttt 


ggggaggggg 


aagagaaatt 


1380 


tttatttttg 


aacccctgta 


-^cccttttgc 


ataagattaa 


aggaaggaaa 


agt 


1433 



<210> 2 
<211> 2474 
<212> DMA 
<213> synthetic construct 



<400> 2 

ctcagcgccc 

atccctgcgc 

gcgacccacg 

ggcgcgggct 

cgcgcgtgca 

gccgggctgc 

caccgagcgc 

gcaggcgctg 

cgcctacctg 

cagcgccggc 

gttccacccc 

gcgctacaaa 



agccgcttcc 
gcccagcctg 
ctctgggccg 
ggcgcgagct 
ctggcccagt 
ggctgctgcc 
tgtggctccg 
ctggacggcc 
ctgccagcgc 
agtgtggaga 
ctccattcaa 
gttgactacg 



tgcctggatt 
ccaagcagcg 
ctgcgctgac 
cggggggctt 
gcgcgcctcc 
tgacgtgcgc 
gccttcgctg 
gcgggctctg 
cgccagctcc 
gcccgtccgt 
agataatcat 
agtctcagag 



acagcttc 
tgacccggtt 
tctgctggtg 
gggtdccgtg 
gcccgccgtg 
actgagcgag 
ccagccgt 
cgtcaacgc 
aggaaatgct 
ctccagcacg 
catcaagaaa 
cacagatacc 



gcgccgtgta 
gcaggcgtca 
ctgctccgcg 
gtgcgctgcg 
tgcgcggagc 
ggccagccgt 
cccgacgagg 
agtgccgtca 
^agtgagtcgg 
taccgggtgt 
gggcatgcta 
cagaacttct 



ctgtcgcccc 
tgcagcgggc 
ggccgccggt 
agccgtgcga 
tggtgcgcga 
gcggcatcta 
cgcgaccgct 
gccgcctgcg 
aggaagaccg 
ctgatcccaa 
aagacagcca 
cctccgagtc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 
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caagdgggag 

gaagttcctc 

attttaGaag 

tgtggataag 

ctgctacag 

ccttattttg 

atatttctgt 

aatgcctatg 

aaagagcagt 

cacccagact 

tgactttgtg 

ccgtacagtg 

acatcccaac 

gcgtggatcc 

actattggag 

ctagggcact 

cctgaagaca 

gagggacaga 

aattcttcgg 

atttctgagg 

ccttagcaca 

gggagcccat 

gtcattctca 

aacattgtat 

aatgttagag 

agagactggg 

ggagactctg 

aaacagaggg 

tttgggggga 

aagtttttac 



acagaatatg 
aatgtgctga 
aaaaagcagt 
tatgggcagc 
atgcagagca 
ycacaaaagac 
i^tgtggtgaa 
gt^ttctttga 
ttdaattttc 
tcaracgccc 
acttaNggcgg 
cgcaca^qct 
gca^gc 
etc 
aaa 
ctgg 
tggee 
gagaegggag 
atgactgcag 
ataagctctt 
atgtaaaaaa 
ccaggacact 
tgettttett 
acaacatagc 
atgctatatg 
ctgctctccc 
ccctgctgca 
gtctcaagac 
aaagtatttt 
catt 



a 

t 

acca 
taaggt 
lacct^a^ 
gtc ga 



gtccctgccg 
gtcccagggg 
gtcgcccttc 
ctctcccagg 
agtagacgee 
tgecaaggae 
ctgatttttt 
atggtaaact 
ttgtcgcttc 
gtggaatgct 
ctgtgttgcc 
ttatcgagaa 
ggagctcaca 
aagaatgttt 
ac 

aaggcag 
ggcccag 
agtaagcetc 
aaaanagtgt 
taaaggcaaa 
gaatagtaat 
gggagcacat 
tataattca< 
cccaaatata 1 
atacaactgt 
ggaggccaaa 
gaecteggtg 
attctgecta 
tgagaagttt 



tagagaaatg 


gaagacacac 


tgaatcacct 


780 


tgtacacatt 


cccaactgtg 


acaagaaggg 


840 


caaaggcagg 


aagegggget 


tctgctggtg 


900 


ctacaccacc 


aaggggaagg 


aggaegtgea 


960 


tgccgcaagt 


taatgtggag 


ctcaaatatg 


1020 


atgaccagca 


gctggctaca 


gectcgattt 


1080 


ttaaaccaaa 


gtttagaaag 


aggtttttga 


1140 


tgagcatctt 


ttcactttcc 


agtagtcagc 


1200 


ctatcaaaat 


attcagagac 


tcgagcacag 


1260 


caccacatgt 


tggtcgaagc 


ggccgaccac 


1320 


tatgtagaga 


acacgcttca 


cccccactcc 


1380 


taggaaaacc 


tttaaacccc 


ggtcatcegg 


1440 


gccttctgtg 


gtgtcatttc 


tgaaacaagg 


1500 


atgtcttcaa 


gtgacctgta 


ctgcttgggg 


1560 


ttgtttaaaa 


aatatgtatc 


taagaatgtt 


1620 


gtatttcggg 


ccctcctctt 


caggaatctt 


1680 


gatggctttt 


gctgcggccc 


cgtggggtag 


1740 


cacattcaga 


ggcatcacaa 


gtaatggcac 


1800 


tttgtagttc 


aacaactcaa 


gacgaagctt 


1860 


gctttatttt 


catctctcat 


cttttgtcct 


1920 


atcagaacag 


gaaggaggaa 


tggcttgctg 


1980 


agagattcac 


ccatgtttgt 


tgaacttaga 


2040 


acatatatgc 


agagaagata 


tgttcttgtt 


2100 


gtaagatcta 


tactagataa 


tcctagatga 


2160 


ggecatgact 


gaggaaagga 


gctcacgccc 


2220 


cocaagaagg 


tctggcaaag 


tcaggctcag 


2280 


tggVcacacg 


ctgeatagag 


ctctccttga 


2340 


cctatitagct 


tttctttatt 


tttttaactt 


2400 


gtcttgcaat 


gtatttataa 


atagtaaata 


2460 
2474 



<210> 3 
<211> 4989 
<212> DNA 
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<fel3> synthetic construct 



<400\? 3 

tttttfctttt 

ggaggag^gt 
tggccgac 
ctgaagcgcc 
aaggccgagg 
ctgctgttcc 
atccgcggct 
aaggatattg 
aatgctgacc 
aataactaca 
atggaggaga 
tggaccacaa 
gagaacaatg 
acggcctgtg 
cccaacacct 
ctcagcgccg 
gagtgcccct 
ggtccttgcc 
tctgctcaga 
cgggggaata 
ggctacgtga 
cgcctcatcc 
cagaacttgc 
atgtactttg 
acggggacta 
gcctcctgtg 
atcataacct 
tactacaagg 
tccaacagct 
atcttactac 
ctcaccatgg 
accaatgctt 



ttttgagaaa 
ccccgacctc 
gtggagaaat 
tggagaactg 
taccgcag 
ga^gtggctgg 
ggaaactctt 
ggctttacaa 
tctgttVcct 
ttgtggg 
agccgatg 
accgctgcca 
agtgctgcca 
tagcttgccg 
acaggtttga 
agagcagc 
cgggcttcat 
cgaaggtctg 
tgctccaagg 
acattgcttc 
agatccgcca 
taggagagga 
agcaactgtg 
ctttcaatcc 
aagggcgcca 
aaagtgacgt 
ggcaccggta 
aagcaccctt 
ggaacatggt 
atgggctgaa 
tggagaacga 
cagttccttc 



gggaatttca 
gctgtggggg 
ctgcgggcca 
cacggtgatc 
ctaccgcttc 
cctcgagagc 
ctacaactac 
cctgaggaac 
ctccactgtg 
taagccccca 
tgagaagacc 
gaaaatgtgc 
cgagtgc 
ickVtactac 

gggogggcqc 

ggg 

cc\gcaafcggc 
tgacraaaqaa 
atgcacca^c 
agagctgga 
ttctcatgcc 
gcagctagaa 
ggactgggac 
caaattatgt 
aagcaaaggg 
cctgcatttc 
ccggccccct 
taagaatgtc 
ggacgtggac 
gccctggact 
ccatatccgt 
cattcccttg 



tcccaaataa 
ctcctgtttc 
ggcatcgaca 
gagggctacc 
cccaagctca 
ctcggagacc 
gccctggtca 
attactcggg 
gactggtccc 
aaggaatgtg 
accatcaaca 
ccaagcacgt 
ctgggcagct 
tatgccggtg 
tgtgtggacc 
tttgtgatcc 
agccagagca 
aagaaaacaa 
ttcaagggca 
aacttcatgg 
:tcct 
[gaattact 
cgcaacc 
gttVccgaaa 
gacataaaca 
acctccacca 
gactacaggg 
acagagtktg 
ctcccgccipa 
cagtacgc 
ggggccaaga 1 
gacgttcttt 



cacc 



aaggaatgaa 
tctccgccgc 
tccgcaacga 
tccacatcct 
cggtcattac 
tcttccccaa 
tcttcgagat 
gggccatcag 
tgatcctgga 
gggacctgtg 
atgagtacaa 
gtgggaagcg 
gcagcgcgcc 
tctgtgtgcc 
gtgacttctg 
acgacggcga 
tgtactgcat 
agaccattga 
atttgctcat 
ggctcatcga 
tgtccttcct 
ccttctacgt 
tgaccatcaa 
tttaccgcat 
ccaggaacaa 
ccacgtcgaa 
atctcatcag 
atgggcagga 
acaaggacgt 
tttacgtcaa 
gtgagatctt 
agcatcgaa 



gtctggctcc 

gctctcgctc 

ctatcagcag 

gctcatctcc 

cgagtacttg 

cctcacggtc 

gaccaatctc 

gattgagaaa 

tgcggtgtcc 

tccagggacc 

ctaccgctgc 

ggcgtgcacc 

tgacaacgac 

tgcctgcccg 

cgccaacatc 

gtgcatgcag 

cccttgtgaa 

ttctgttact 

taacatccga 

ggtggtgacg 

aaaaaacctt 

cctcgacaac 

agcagggaaa 

ggaggaagtg 

cggggagaga 

gaatcgcatc 

cttcaccgtt 

tgcctgcggc 

ggagcccggc 

ggctgtgacc 

gtacattcgc 

ctcctcttct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 
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ca^ttaatcg 
gtgqgctggc 
gacaaaatcc 
aacccAaga 
gaagccgaga 
ctgcacaa 
gccaacacca 
accgacccgg 
gagagaactg 
tgcaaccacg 
atgcccgcag 
aactccatct 
gaaataaaat 
aggaagtatg 
caggccacat 
gccaaaacag 
ttgatcgtgg 
aggctgggga 
gtgtacgttc 
gggcaggggt 
cctgaaacca 
gagtttctca 
ctgggtgtgg 
gatctcaaaa 
cctccaagcc 
ctcaacgcca 
gatttcacag 
taccggaaag 
gatggagtct 
gccacactgg 
atggagggcg 
cgcatgtgct 
atcaaagagg 
aagctgcccg 
gacccctcgg 



ia§agctgga 
|ga< 



tgaagtggaa 
agcggcagcc 
ccatcaggaa 
ctgaggtgtg 
agcaggccga 
ccatcttcgt 
:atgtccag 

a; 

tcatttctaa 
aggctcfacjaa 
aaggagca^ga 
ttttaaagt< 
acggatcaca 
gaggggccaa 
ctctctctgg 
gatatgaaaa 
gagggttggt 
atggagtgct 
ctgatgagtg 
cgtttgggat 
gagtggccat 
acgaagcttc 
tgtcccaagg 
gttatctccg 
tgagcaagat 
ataagttcgt 
tcaaaatcgg 
gaggcaaagg 
tcaccactta 
ccgagcagcc 
gccttctgga 
ggcagtataa 
agatggagcc 
agccggagga 
cctcctcgtc 



ccctccctct 
tcaggacggc 
gtatgccgac 
tggtggggag 
gaaggaggag 
gcccagacct 
ccgaagcagg 
gacagagtac 
ccttcggcct 
gctgggctgc 
tgacattcct 
gccggaacct 
.gttgaggat 
g&taaaccgg 
gaa\^gg^gtcg 



cttc 
gat 



a"tc 
[ateic 



at 

g 



ctgcccaacg 
tacctttacc 
ggcaccatcg 
aaagggcctt 
gctgaatacc 
gaaaggaagc 
aacaccacgg 
cctttctttg 
ttcacattgt 
agcgcctcca 
gggccagtga 
gagaatccca 
cagcgagaat 
ctaaacccgg 
tggacagatc 
ctgatcatcg 
tacgtcttcc 
gtgaacccgg 



ggagg 1 
ggtctatgaa 
taaaacagtg 
tgtgatgaag 
ccagccaaca 
gtctctgagg 
gattcagatg 
ccacagagac 
agattttggt 
gctgctgccc 
ctcggacgtc 
ctaccagggc 
caagccagac 
ccccaagatg 
tggcttccgg 
gctggacctg 
ctccctgcca 



ggct\\cgggagaaga 
:gagttgcca 
aacgaggccg 
gagtitcaatt 
ctggtrcatca 
ccagaaatgg 
gccggagaga 
cttgctgccl 
atgacgcgag 
gtgcgctgga 
tggtccttcg 
ttgtccaacg 
aactgtcctg 
aggccttcct 
gaggtctcct 
gagccagaga 
ctgcccgaca 



gcaacctgag 


ttactacatt 


1980 


ggcacaatta 


ctgctccaaa 


2040 


acattgagga 


ggtcacagag 


2100 


gctgcgcctg 


ccccaaaact 


2160 


gcaaagtctt 


tgagaatttc 


2220 


ggagagatgt 


catgcaagtg 


2280 


ccgcagacac 


ctacaacatc 


2340 


agagcagagt 


ggataacaag 


2400 


accgcatcga 


tatccacagc 


2460 


acttcgtctt 


tgcaaggact 


2520 


cctgggagcc 


aaggcctgaa 


2580 


atggattgat 


tctaatgtat 


2640 


gtgtgtccag 


acaggaatac 


2700 


ggaactacac 


agcccggatt 


2760 


ctgtgttctt 


ctatgtccag 


2820 


ctctgcccgt 


cgctgtcctg 


2880 


atagaaagag 


aaataacagc 


2940 


agtacttcag 


cgctgctgat 


3000 


tcaccatgag 


ccgggaactt 


3060 


agggtgtggt 


gaaagatgaa 


3120 


caagcatgcg 


tgagaggatt 


3180 


gtcaccatgt 


ggtgcgattg 


3240 


tggaactgat 


gacacggggc 


3300 


agaataatcc 


agtcctagca 


3360 


ttgcagacgg 


catggcatac 


3420 


ggaattgcat 


ggtagccgaa 


3480 


Satatctatga 


gacagactat 


3540 


tgtctcctga 


gtccctcaag 


3600 


gggtcgtcct 


ctgggagatc 


3660 


agcaVgtcct 


tcgcttcgtc 


3720 


acatgctgtt 


tgaactgatg 


3780 


tcctggagat 


catcagcagc 


3840 


tctactaaag 


cgaggagaac 


3900 


acatggagig 


cgtccccctg 


3960 


gacactcagg 


acacaaggcc 


4020 
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gagaaaggcc 
tacgccaaca 
acctgctgat 
ggtggggggg 
cttcagttcl 
atgttcctti 
tgggccttta 
tcctcactct 
ggaaaaataa 
tgtccctgtg 
aaaaacacgt 
ttacaaaggg 
aaatcctgaa 
tgagcatggc 
gactgcccct 
attattattt 
tgaaccgg< 



ccggccctgg 
tgaacggggg 
ccttggatcc 
gagagagagt 
gcccttgctg 
tttcaatatg 
agaaccttaa 
tccctgtcc 
tgccacaag 
ccccatcca 
gbagatggaa 
cqatcgttca 
ctlttctccct 
ag^tggttgc 
£gctgc 
rggg<3faactg 



ggtgctggtc 
ccgcaagaac 
tgaatctgtg 
tttaacaatc 
cccgcgggag 
caagcagctt 
tgacaacact 
ttccctgttc 
tccagctggg 
accactgtac 
atttttacct 
tccaaggctg 
catcggcccg 
tccatttgag 
tcaaggccac 
gacacaatag 



-6- 

ctccgcgcca 
gagcgggcct 
caaacagtaa 
cattcacaag 
acagcttctc 
tttattccct 
taatagcaac 
tccctttctc 
aagccctttt 
acacccgcct 
ttatctttca 
ttaccatttt 
gcgctgattc 
agacacgctg 
aggcacacag 
gtctttctct 



gcttcgacga 
tgccgctgcc 
cgtgtgcgca 
cctcctgtac 
tgcagtaaaa 
gcccaaaccc 
agagcacttg 
tctcctctct 
tatcagtttg 
gacaccgtgg 
cctttctagg 
aacgctgcct 
ctcgtgtccg 
gcgacacact 
gtctcattgc 
cagtgaaggt 



gagacagcct 

ccagtcttcg 

cgcgcagcgg 

ctcagtggat 

cacatttggg 

ttaactgaca 

agaaccagtc 

gcttcataac 

aggaagtggc 

gtcattacaa 

gacatgaaat 

aattttgcca 

gaggcatggg 

ccgtccatcc 

ttctgactag 

ggggagaagc 



4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
4989" 



<210> 4 
<211> 25 
<212> DNA 
<213> synthetic I construct 



<400> 4 

gcgcccgctg catgaigcct gcaac 



25 



<210> 5 
<211> 24 
<212> DNA 
<213> synthetic construct 



<400> 5 
cgggcggctc acctggdgct ggcg 



24 
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<2ld> 6 

<211> 18 

<212t> DNA 

<213\> synthetic construct 
<400>l 6 

aggcgbctga cggcacta 



<210> \7 
<211> 119 
<212> DNA 

<213> bynthetic construct 



<400j 
cage 



<2 



<2 



.0> 



11> 2 



:at geageggge 



<2\l2> D^IA 
<213> s^hithetic construct 



<400> 8 
cggagatgfcc gcatgccagc gcagg 



<210> 9 
<211> 18 
<212> DNA 
<213> synthetic construct 



<400> 9 
gaeagegteg 
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o 
m 

m 
%\ 

s. 

□ 
m 
m 

□ 

□ 



<210> 10 
<21li 18 
<212>l DNA 

<213>1 synthetic construct 
<400> lio 

atctctccgc ttcctttc 



<210> 11 

<211> If 

<212> DNA 

<213> synthetic construct 




18 



18 



<210> 
<211>* 
<212> DN/ 

<213> synthetic construct 

<400> 12 
ccggagccaci ac 



<210> 13 
<211> 12 
<212> DNA 

<213> synthetic construct 

<400> 13 
cacaggcgca ag 



12 



12 
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<210> 14 

<2fll> 8 
<2fl2> DNA 



<:: 



<4 



13 > synthetic construct 



0> 14 



cccgcccc 



<2 
<2 
<2 



0> 15 
1> 15 
2> DNA 

3> synthetic construct 




<403> 16 
gccggagaga gc 



<210i 17 
<211>\ 13 
<212>\DNA 

<213> synthetic construct 



<400> 17 
aacagaogca gca 
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<210t 18 
<21l/> 13 



<2i: 
<2i:i 



> DNA 

> synthetic construct 



<40d> 18 
ggacagggac cag 



<210=4 19 
<211>1 14 
<212>J DNA 

<213 / > l^ynthetic construct 
<4(j0> 



cggcaageac acag 



<210> 2( 
<2l\> 151 
<212> DN/ 

<213> synthetic construct 
<400> 20 

ggcaggcaggl cacac 



<210> 21 
<211> 328 
<212> PRT 
<213> human 



<400> 21 
Met Leu Pro 



kg Val Gly Cys Pro Ala Leu Pro Leu Pro Pro Pro Pro 
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10 



15 



Leu Lei\ Pro Leu Leu Pro Leu Leu Leu Leu Leu Leu Gly Ala Ser Gly 
20 25 30 

Gly Gly G^y Gly Ala Arg Ala Glu Val Leu Phe Arg Cys Pro Pro Cys 
35\ 40 45 

Thr Pro Glu A^g Leu Ala Ala Cys Gly Pro Pro Pro Val Ala Pro Pro 
50 \ 55 60 

Ala Ala Val Ala A]^ Val Ala Gly Gly Ala Arg Met Pro Cys Ala Glu 
65 \ 70 75 80 



Leu Val Arg Glu Pro 
8E 

Glu Gly Glu Ala Cy£ 
100 



'GlV ^ys Gly Cys Cys Ser Val Cys Ala Arg Leu 

90 95 

\Tyr Thr Pro Arg Cys Gly Gin Gly Leu 
105 110 



Arg Cys Tyr Pro His Pro Gly Se\ Glu Leu Pro Leu Gin Ala Leu Val 

115 120 \ 125 

Met Gly Glu Gly Thr Cys Glu Lys Ar& Arg Asp Ala Glu Tyr Gly Ala 
130 135 \ 140 

Ser Pro Glu Gin Val Ala Asp Asn Gly Asp Asp His Ser Glu Gly Gly 
145 150 \ 155 160 

Leu Val Glu Asn His Val Asp Ser Thr Met Asn Met Leu Gly Gly Gly 
165 170 \ 175 



Gly Ser Ala Gly Arg Lys Pro Leu Lys Ser Gly Met Lys Glu Leu Ala 
180 185 \ 190 
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ValVhe Arg Glu Lys Val Thr Glu Gin His Arg Gin Met Gly Lys Gly 



195 



200 



205 



Gly 



X His His Leu Gly Leu Glu Glu Pro Lys Lys Leu Arg Pro Pro 

220 



21\ 



215 



Pro Ala\Arg Thr Pro Cys Gl 



n Gin Glu Leu Asp Gin Val Leu Glu Arg 



225 



230 



235 



240 



He Ser Thr Met Arg Leu Pro Asp 



Glu Arg Gly Pro Leu Glu His Leu 



245 



250 



255 



Tyr Ser Leu\His He Pro Asn Cys Asp Lys His Gly Leu Tyr Asn Leu 

265 270 



160 



Lys Gin Oys 
275 



Leu Asn Gly Gin Arg Gly Glu Cys Trp Cys 
280 285 



Va 



1 Asn Wo AsJUhr Gly Lys Leu He Gin Gly Ala Pro Thr He Arg 



290 



295 



300 



Gly Asp Pro Glu \:ys His Leu Phe Tyr Asn Glu Gin Gin Glu Ala Cys 

315 320 



305 



310 



Gly Val His Thr GtLn Arg Met Gin 
325 



<210> 22 
<211> 39 
<212> PRT 
<213> human 



<400> 22 

Met Leu Pro Arg Val 



GlV 



Cys Pro Ala Leu Pro Leu Pro Pro Pro Pro 
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10 



15 



Leu Leu\ Pro Leu Leu Pro Leu Leu Leu Leu Leu Leu Gly Ala Ser Gly 
20 25 30 

Gly Gly G^y Gly Ala Arg Ala 
3) 



<210> 23 
<211> 289 
<212> PRT 
<213> human 



<400> 23 

Glu Val Leu Phe /{rg 1 

1 



ro Pro Cys Thr Pro Glu Arg Leu Ala Ala 
10 15 



Cys Gly Pro Pro Pro Vaiy Ala Pro Pro Ala Ala Val Ala Ala Val Ala 



20 



X 



25 



30 



Gly Gly Ala Arg Met Pro c\s Ala Glu Leu Val Arg Glu Pro Gly Cys 
35 \ 40 45 

Gly Cys Cys Ser Val Cys Ala ^rg Leu Glu Gly Glu Ala Cys Gly Val 
50 55 \ 60 

Tyr Thr Pro Arg Cys Gly Gin Gly\Leu Arg Cys Tyr Pro His Pro Gly 
65 70 \ 75 80 

Ser Glu Leu Pro Leu Gin Ala Leu Va\ Met Gly Glu Gly Thr Cys Glu 
85 \ 90 95 



Lys Arg Arg Asp Ala Glu Tyr Gly Ala ^er Pro Glu Gin Val Ala Asp 
100 105 \ 110 
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Asn Gly lAsp Asp His Ser Glu Gly Gly Leu Val Glu Asn His Val Asp 
1VL5 120 125 

Ser Thr Meti^ Asn Met Leu Gly Gly Gly Gly Ser Ala Gly Arg Lys Pro 
130 \ 135 140 

Leu Lys Ser GlV Met Lys Glu Leu Ala Val Phe Arg Glu Lys Val Thr 
145 \ 150 155 160 

Glu Gin His Arg G\n Met Gly Lys Gly Gly Lys His His Leu Gly Leu 
165 170 175 



Glu Glu Pro Lys 
180 



Lye 



Arg Pro Pro Pro Ala Arg Thr Pro Cys Gin 
185 190 



Gin Glu Leu Asp Gl% Val %§u Glu Arg lie Ser Thr Met Arg Leu Pro 
195 \ \ 200 205 



Asp Glu Arg Gly Pro Leu Glu\His Leu Tyr Ser Leu His lie Pro Asn 
210 215 \ 220 

Cys Asp Lys His Gly Leu Tyr As^ Leu Lys Gin Cys Lys Met Ser Leu 
225 230 \ 235 240 

Asn Gly Gin Arg Gly Glu Cys Trp C^s Val Asn Pro Asn Thr Gly Lys 
245 \ 250 255 

Leu lie Gin Gly Ala Pro Thr lie Arg\Gly Asp Pro Glu Cys His Leu 
260 265 \ 270 

Phe Tyr Asn Glu Gin Gin Glu Ala Cys G^y Val His Thr Gin Arg Met 
275 280 \ 285 



Gin 
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<210> 24 
<2lV> 291 
<212V PRT 
<2 13 >\ human 

<400> 2^ 

Met Gin \rg Ala Arg Pro Thr Leu Trp Ala Ala Ala Leu Thr Leu Leu 
-L \ 5 10 15 

Val Leu Leu\Arg Gly Pro Pro Val Ala Arg Ala Gly Ala Ser Ser Gly 
20 25 30 

Gly Leu Gly p\o Val Val Arg Cys Glu Pro Cys Asp Ala Arg Ala Leu 
35 \ 40 45 

Ala Gin Cys Ala^ro^ Pro Pro Ala Val Cys Ala Glu Leu Val Arg Glu 
50 \ \ 55 60 



Pro Gly Cys Gly 
65 



Cy^ 



jeu Thr Cys Ala Leu Ser Glu Gly Gin Pro 
75 80 



Cys Gly lie Tyr T\hr Gy.u Arg Cys Gly Ser Gly Leu Arg Cys Gin Pro 
85 \ 90 95 

Ser Pro Asp Glu Ala Arg\pro Leu Gin Ala Leu Leu Asp Gly Arg Gly 
100 \ 105 110 

Leu Cys Val Asn Ala Ser Al\ Val Ser Arg Leu Arg Ala Tyr Leu Leu 
115 \120 125 

Pro Ala Pro Pro Ala Pro Gly As^n Ala Ser Glu Ser Glu Glu Asp Arg 
130 135 \ 140 



Ser Ala Gly Ser Val Glu Ser Pro Ser Val Ser Ser Thr His Arg Val 
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145 



150 



155 



160 



Ser AspVro Lys Phe His Pro Leu 



His Ser Lys He He He He Lys 



165 



170 



175 



Lys Gly His \la Lys Asp Ser Gin Arg Tyr Lys Val Asp Tyr Glu Ser 

185 190 



Gin Ser Thr Asp\Thr Gin Asn 



Phe Ser Ser Glu Ser Lys Arg Glu Thr 



195 



200 



205 



Glu Tyr Gly Pr 
210 



Lys Phe Leu Asn Val 
225 



Cy& Arg Arg Glu Met Glu Asp Thr Leu Asn His Leu 
215 220 



2 31 



Pro Arg Gly Val His He Pro Asn Cys 
235 240 



Asp Lys Lys Gl\ Phe Tyr \ys Lys Lys Gin Cys Arg Pro Ser Lys Gly 

250 255 



245 



Arg Lys Arg Gly Phe Cys Tr\ Cys Val Asp Lys Tyr Gly Gin Pro Leu 

265 270 



260 



Pro Gly Tyr Thr Thr Lys Gly lVs Glu Asp Val His Cys Tyr Ser Met 

2&n 285 



275 



Gin Ser Lys 
290 
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